of A. trifasciata MAS tested in water and displaced along the true stress axis (discontinuous line) is also shown. The value of the displacement is such that the true stress of the displaced curve at the origin (=0) concurs with the yield stress of the MS fiber tested in air.
Quantitative comparison of the stress-strain curves
Prior to computing the relative error, the average true stress-true strain curve of any given condition defined by the species and the true alignment parameter of the fiber,  T , is calculated as the arithmetic mean of the true stresses of all curves corresponding to that condition for each value of the true strain. A mean curve is calculated following the same procedure for the condition selected as reference (usually the MS curves of A. aurantia MAS). In order to increase the region of strains at which the curves overlap, the values of the curves up to a maximum strain of =1.2 were extrapolated by fitting the experimental results to a second order polynomial. In all cases, the correlation coefficient of the second order polynomial used to fit the experimental curve was R 2 >0.98. The relative error was calculated from the mean curves using equation ( 
Extension of the model to other Araneae lineages (Haplogynae and

Mygalomorphae)
As shown by the previous data, the predicting ability of the general true alignment parameter,    , works nicely when applied to MAS fibers spun by Entelegynae spiders.
Entelegynae species represent over 75% of all extant spiders, a clear indication of its evolutionary success, despite its appearance some 230 Mya ago does correspond to just half of the history of the Opisthothelae group dating back to 392 Mya. In this context, it is worth analyzing whether a similar construction might encompass the silk spun by the other main representatives of the Opisthothelae: Mygalomorphae and Haplogynae.
Mygalomorphae silk is characterized by the presence of the polyalanine motif and the absence of the other motifs found in Araneomorphae (Haplogynae and Entelegynae).
The polyalanine motifs form -nanocrystals with a low degree of orientation with the macroscopic axis of the fiber and do not show relevant supercontraction.
The main motifs found in Haplogynae species are polyalanine and polyalanineglycine.
Some -GGX-motifs are found in the sequence but in a much lower proportion than in Entelegynae species. The main microstructural motif of the group seems to be -poly- 
